Two reassortant H16 influenza A viruses were isolated from gulls in California. Seven of the eight segments were most closely related to H16 and H13 isolates from eastern North America and Iceland. Of note is a C-terminal truncation of the nonstructural 1 (NS1) protein in one of the isolates that is usually found in swine H1N1 virus.
ild birds are a natural reservoir for influenza A viruses, and in several instances, avian influenza has been the source of influenza epidemics in other species (1) . Avian influenza (AI) viruses are classified into 16 hemagglutinin (HA) and nine neuraminidase (NA) subtypes, with H13 and H16 largely restricted to gulls/shorebirds (Charadriiformes) (2, 3) . Reports of H13 and H16 virus isolates are relatively uncommon compared to subtypes found in waterfowl, most likely due to sampling efforts being focused on ducks and geese. Of the~100 H13 and H16 viruses isolated from North America, most have come from the Atlantic coast and Alaska. To date, no isolates have been reported for the U.S. Pacific coast south of Alaska.
In March of 2012, fresh fecal droppings from approximately 1,750 gulls were sampled throughout the California coastal region, and one avian influenza virus isolate was obtained from a California gull on Catalina Island near Los Angeles. In July of 2013, 300 California gull chicks were sampled at Mono Lake in the California Sierra Nevada mountain range, and one isolate was obtained from a cloacal swab. Through next-generation deep sequencing, all eight segments of the two isolates were sequenced, and the subtype was determined to be H16N3. Nucleotide sequence accession numbers. The genome sequences are available in GenBank under accession no. CY176997 to CY177004 and CY177441 to CY177448.
